SayaMatcher: genome scale organization and systematic analysis of nuclear receptor response elements.
The availability of genome sequences enables us to make experiments in silico to find biological features encoded in the genome. In order to study gene expression regulation network by nuclear receptors that function as ligand-activated transcription, nuclear receptor response elements (NREs) in genomes were computationally explored by integration of computational prediction and experimental data. Dealing with expansion of available genome sequences and continuous update of these genomic sequences, the computation needed for these searches is organized to form a 'pipeline', called SayaMatcher. The information of genomic position for those NREs is served using the Distributed Annotation System (DAS) to be shown in Ensembl genome browser. Utilizing the SayaMatcher system, binding activity in vivo was studied for androgen response elements in human.